Isolation and identification of the endophytic fungus
The endophytic fungus Fusarium sp. Tlau3 was originally isolated from healthy twigs of Thunbergia laurifolia Lindl. (Acanthaceae), collected from the forest of Chiang Mai Province, Northern Thailand in July 1999, as described earlier [1] . The plant specimen was identified by Associate Professor Dr. Nijsiri Ruangrungsi, Department of Pharmacognosy and Pharmaceutical Botany, Faculty of Pharmaceutical Sciences, Chulalongkorn University, by comparison with the authentic sample (voucher specimen no. BK064381) deposited at the Bangkok Herbarium, Department of Agriculture, Ministry of Agriculture and Cooperatives, Bangkok, Thailand. The endophytic fungus was identified as a member of the genus Fusarium according to its microscopic morphology and nucleotide sequence of ribosomal RNA gene as previously described [1] . Species identification of this fungus was attempted.
Macroscopic and microscopic morphologies were examined in details using the method described by Burgess et al., 1994 [2] . The fungus was grown on potato dextrose agar (PDA) at 25°C and 30°C in the dark for 3 days. Colony diameter of 
Origins and identification of Acanthamoeba isolates
Four Acanthamoeba isolates were used in this study. Two clinical isolates, AS and AR, obtained from corneal scrapings of Thai keratitis patients were kindly given by Their morphology resembled those of polyphagid (gr II) Acanthamoeba [3] .
Trophozoites were axenically grown in peptone-yeast extract-glucose (PYG). Their total cellular DNA was prepared as described earlier [4] . PCR primers CRN5 (5'-CTGGTTGATCCTGCCAGTAG) and 1137 (5'-GTGCCCTTCCGTCAAT) were used to amplify the GTSA.B1 amplimers [5] from the 18S rRNA gene by using GoTag®Green Master Mix (Promega) according to the manufacturer's instruction.
The thermal cycle program was as follows: 7 min at 95ºC, followed by 20 cycles of 1 min at 95ºC, 1 min at 60ºC, and 2 min at 72 ºC. This was followed by 25 cycles of 1 min at 95ºC and 2 min at 72ºC [5] . The amplified DNA was purified and subjected to sequencing reactions by Makrogen, Korea using CRN5, 1137, 892, 373, 570C and 892C as primers [5] . By using NCBI BLAST searching in GenBank AS, AR and S3 were clustered into genotype T4, and S5 was placed in T5. Sequences were aligned by using BioEdit version 7.1.3.0. Phylogenetic relationships of AS, AR, S3 and S5 were inferred by neighbor-joining analysis of the 18S rRNA gene sequence estimated with 1000 bootstrap replications and produced in CLC Main Workbench 6.6.1 (Fig 6S) .
The AS Acanthamoeba was mostly related to A. castellanii (U07405) at 99% similarity as supported by 100% bootstrap value. AR Acanthamoeba was closely related to A. polyphaga (AF260725) and A. palestinensis (AF260719) with both 99% homology, as supported by 99% bootstrap value. S3 Acanthamoeba was closely related to A. castellanii (U07401) and A. triangularis (AF316547) with both 98% similarity, as supported by 100% bootstrap value. S5 Acanthamoeba, on the other hand, showed 100% homology with A. lenticulata (U94739, U94733, U94734, U94741, U94740, U94738, U94737, U94736, and U94735) and 99% homology with U94731, U94732 and U94730. The nucleotide sequences have been submitted to GenBank with the accession numbers JX043489, JX043490, JX104341 and JX043488 for AS, AR, S3 and S5, respectively.
Monoxenic and axenic cultures of these amoebae are maintained at the Acanthamoeba laboratory, Department of Microbiology, Faculty of Science, Mahidol University, Bangkok, Thailand.
Scanning electron microscopy
Scanning electron microscopic study of cFA-treated Acanthamoeba was performed as previously described [1] . Trophozoites at 3 × 10 
